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Figure	1		Photograph	of	the	Yellow	Monkeyflower.	
• This	software	provides	a	novel	implementation	of	five	individual	
programs	that	can	be	used	to	identify	genetic	regions	of	interest	
based	upon	differences	among	populations	subject	to	control	and	
treatment	selection.
• C#	is	a	viable	environment	for	genome	sequence	analysis;	however,	it	
is	not	ideal	for	data-heavy	usage	in	Mac	or	Linux	environments	due	to	
processor	architecture	limitations.
• Analysis	using	a	single	median	SNP	window	based	on	GenWin spline	
results	eliminates	arbitrary	selection	for	window	size.
• Median	window	size	may	not	provide	ideal	breaks	compared	to	using	
sliding	window	sizes,	as	proposed	in	the	original	Beissinger
implementation.		However,	it	allows	for	calculation	of	p-values	for	
formal	hypothesis	testing	for	each	genome	segment.
DISCUSSION	&	CONCLUSIONS	(CONT.)
Figure	5		Annotated	example	of	VCF	file	design	and	interpretation.
